Drp1-mediated mitochondrial fission promotes cell proliferation through crosstalk of p53 and NF-κB pathways in hepatocellular carcinoma

Supplementary Materials Supplementary Figure S1: Functional association and pathway analysis of Drp1 correlated genes in HCC. (A and B)
Drp1 and FIS1 mRNA expression in paired HCC tissues were analyzed based on RNA-seq data of two largest public microarray mRNA expression datasets (GSE25097 and GSE36376) from GEO (Gene Expression Omnibus) database. The relative expression ratio of tumor to peritumor was log 2 -transformed. The data was displayed according to serial patient ID number. T: tumor; P: peritumor. (C and D) Gene Ontology (GO) categories and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment analysis using the online DAVID tool for genes which were significantly correlated with Drp1. The data shown are the mean ± SEM from three separate experiments. *P < 0.05; **P < 0.01. Figure S6 : Quantification of Western blot analysis for p53 and p65 in Figure 5A and 5B. The data shown are the mean ± SEM from three separate experiments. *P < 0.05; **P < 0.01. . Huh-7 cells tumor-bearing mice were also treated with Mdivi-1 (0.75 mg/tumor) or DMSO by intratumor injection. Tumor size, including tumor length (L) and width (W), was measured using vernier calipers twice a week from day 7 after transplantation. The tumor volumes were calculated according to the formula (L × W 2 )/2 and presented as mean ± SEM. Tumors from sacrificed mice were dissected 4 weeks after transplantation and also shown in lower panel. shDrp1: shRNA expression vector against Drp1. shCtrl: control shRNA. Drp1: expression vector encoding Drp1. EV: empty vector.
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